

BIOTECHNOLOGY 
SYSTEMS 
BRANCH 




p^w RF OIIENCE LISTING 
ERROR REPORT 


The Biotechnology Systems Branch 

Center (STIC) detected errors when processing the following compiue 
form: 


% : 


Application Serial Number: 
Source: 

Date Processed by STIC: 

9 S^w^sssss& 



TO REDUCE ^^F^^^^^g^gL^raROUGH TOE P ATENT^M^n}^ 

3 Hand Carry directly to: Receotion Area, 7 th Floor, Examiner Name, 

201 1 South Clark Place, Arlington, VA 22202 patent ^ Trademark office, 

Revised 01/29/2002 



RAW SEQUENCE LISTING 843C 
PATENT APPLICATION: US/08/4M,* 

* c.t- • AA2060 0010002seqlist.txt 


DATE: 12/10/2002 
TIME: 10:03:51 


3 <110> 
4 

6 <120> 
9 <130> 

11 <140> 

12 <141> 

14 <150> 

15 <151> 

17 <150> 

18 <151> 
20 <160> 
22 <170> 


APPLICANT: Sette, Alessandro 

Sidney, John uindinq Peptides and 

TTTTE OF INVENTION: HLA Binaing y 

PRIOR FILING DATE: 1994-07 21 
NUMBER OF SEQ ID NOS: 34 
SOFTWARE: Patentln ver J.i 


Their Uses 


ERRORED SEQUENC 


'<210> SEQ ID NO: 22 
<211> LENGTH: 13 

f 2 ir> SSilSI «tmcial S^ce 

^o°^) 

-2l0> SEQ ID NO: 2i 
'<211> LENGTH: 14 
till Sis" "tUlei.1 Seance 

<220> FEATURE: , rpTri . 1 . R7 _ lik e-supermotif s 
<223> OTHER INFORMATION: B7 liKe P 
I <400> SEQUENCE: 23 

000 ______ — — — r-, 

^0>~SEQID NO: 24 

<<2H> LENGTH: 11 

Til S." "ti^ 1 * 1 

^ B1-ll>»-.°P«-'»', 

<400> SEQUENCE: 24 

jQfl — 

c210> SEQ ID NO: 25 
<211> LENGTH: 12 
<212> TYPE: PRT 


12/10/02 


fil e ://C:\CRF4\Outhold\VsrH452843C.htm 


o +■ • &A2060 0010002seqlist.txt 
gput Set": ^;\C^V2102 002\H45 2 843C.raw 


DATE: 12/10/2002 
TIME: 10:03:51 


313 OrI^ISM: Artificial Sequence 

S OT HEREIN FORMAT I ON : 37-U^otif s 
31 b <400> SEQUENCE: 25 
E— > 319 0°° 


« J ,,^.»»»»A^Kf,^sssr,"* , 

0> is-sss 5 *-"" 


;://C:\CRF4\Outhold\VsrH452843C.l 


12/10/02 


DATE: 12/10/2002 
VERIFICATION SUMMARY ai -> c TIME: 10:03:52 

PATENT APPLICATION: US/08/452 , 843C 

T „,,+■ c e t • A-V2060 0O10002seqlist.txt 
Cut set; N:\CRFA12102002\H452843C.raw 

v orl Seauence, : Sequence Id (22) SEQUENCE 
L-286 M-.300 W: (50) Intentionally skipped Sequence q q seQ:22 

t 286 M:252 E: No. of Seq. differs <211> LENGTH Inp M (23) SEQUENCE 

? 297 M 300 W: (50) Intentionally skipped Sequence, q seQ:23 

i 297 M:252 E: No. of Seq. differs <211> ^^ P f sequence Id (24) SEQUENCE 
J 308 M-300 W: (50) Intentionally skipped Sequence q 

l"-308 M-252 E: No. of Seq. differs, <211> ^NGTH Inpu t id 5) SEQUENCE 

L L ; 3 3°19 Mi'oO (50) intentionally skipped Sequence J Found:0 SEQ:25 
t-319 M-252 E: No. of Seq. differs, . 991> Sort in ascending order! 

I 329 M:281 W: Numeric Fields not Ordered, < 221> found for SEQ ID#:26 

iiSs M:258 W: Mandatory Feature --mg <220> Tag^ ^ ^ ^ 
L-336 M-341 W: (46) "n" or "Xaa used, tor s v ascen ding order! 

t: 3 34 M: 281 W: Numeric Fields not ^^ d '^^ not found for SEQ ID#:27 
i; 3 353 M:258 W: Mandatory Feature missin <220 ^ ^ ^ Q 
T-354 M-341 W: (46) "n" or "Xaa used, ror si ascending order! 

I 365 M 281 W: Numeric Fields not Ordered, <f found for SEQ ID#:28 

i: 3 71 M:258 W: Mandatory Feature M*™**™*^** after P os.:0 
L-372 M-341 W: (46) "n" or "Xaa" used, for « ascending order! 

I 383 M: 281 W: Numeric Fields not Ordered, < 221 > ^ r ^ SE q id#:29 

L L ; 3 89 M-.258 W: Mandatory Feature .ssing < 2^^^ ^ ^ 
T-390 M-.341 W: (46) "n" or "Xaa used, ror si ascending order! 

t oi M 281 W: Numeric Fields not Ordered, Sor ^ ^ ^ Q ID#;30 

I 407 M:258 W: Mandatory Feature missing <22°> * pos . : 0 

^408 M:341 W: (46) "n" or "Xaa" use£ for SEQ I t ^ ascending ord | 
T-420 M-281 M: Numeric Fields not Ordered, y. for gEQ ID#:31 

\ 426 M: 258 W: Mandatory Feature missing, <220> Tag no ^ ^ ^ 

I 432 M:258 W: Mandatory Feature missing, <220> Tag ^ seq id# . 31 

I 436 M:258 W: Mandatory Feature ^^/^Yd* : 31 aft er pos.:0 
L-437 M-341 W: (46) "n" or "Xaa" used, for SEQ lUf ascendin g order! 

I 449 M 281 W: Numeric Fields not Ordered, <?21> fort ^ gEQ JD# 

J 455 M-258 W: Mandatory Feature missing, <220> Tag ^ gEQ ID#;32 

L: 61 M:258 H: Mandatory Feature missing, <220> Tag ^ ^ seq id#;32 
L-465 M:258 W: Mandatory Feature *«sing, <22 " 9 fcer 0 

J!. 66 M:341 W: (46) "n" or J^^f^ <221> Sort in ascending order 
L-478 M:281 W: Numeric Fields not 0rde ^f ' found for SEQ ID#:33 

L 484 M-258 W: Mandatory Feature missing, <220> Tag ^ seq id#;33 

I 490 M:258 W: Mandatory Feature missing, <220> Tag not ^ ^ 

L L ;f 9 ° M:258 W: Mandatory Feature missing , after pos .:0 


t-495 M*-341 W: (46) "n" or "Xaa" used, tor — ascen ding order! 

i'. 5 m":2 H: Numeric Fields not found for SEQ ID#:34 

S'.|?3 M:258 W: Mandatory Feature missing, <220> Tag ^ seq x 

^•519 M:258 W: Mandatory Feature missing, <220> Tag ^ gEQ ID#;34 

M:258 M: Mandatory^eature --"J^JO^ ^ pos . ;0 


L:524 M:341 W: (46) 


file://C:\CRF4\Outhold\VsrH452843C.htm 


12/10/02 


gpwOR DETECTED 

ATTN: NEW RULES CASES: 

1 Wrapped Nucleic* 

Wrapped Aminos 


Invalid Line Length 

Misaligned Amino 
Numbering 

Non- ASCII 


Variable Length 


Patentln 2.0 
**bug M 


Skipped Sequences 
(OLD RULES) 


Skipped Sequences 
(NEW RULES) 


9 U se of n't or Xaa's 

(NEW RULES) 


10 Invalid <213> 
Response 


II 


12 


Use of<220> 


Patentln 2.0 
' "bug" 


13 


Misuse of n 


Raw Sequence Listing Error Summary 

ci t n/ivsrvTi PORRECTtON SERIAL NUMBER: j2i/X ^ H 0T 

PLEASE DISREGARD ENGLISH "ALPHA" HEADERS* WHICH WERE INSERTED BY FTO SOFTWARE 

prevent •'wrapping." 

• n ,cn.lc,re<,ui I «U>at.Ho e no.„cecd72ch m c. £ ninl.nB.Iv This includes white spaces. 

Thenumberingunder^hJ^ino.cidi.^igned Do no. use tab cc*. between number,; 
use space characters, instead. 

TT.e.ubmiUedfnew.snots.vrfinAW 

ensure your subsequent submission Is ..ved In ASCII text. 

sequencers) _ - # Normally, ruenun ^ j t < M0 >-<223> section to 

Artlllclal or Unknown sequences. 

nussine. If intentional, please insert the following line, for each skipped sequence: 

( S ! EQuSSw^5SS l n>HO:X ( <i ra .SEQ,DNO.^-X-,. ! »~») 

This sequence is intentionally skipped 

PleasealsosdjusttheW^ 

Sequence^J^ssing. If Intention* please insert the fol.owing lines for e.ch skipped sequence. 
<2 10> sequence id number 
<400> sequence id number 
000 

is Artificial Sequence 

• • « th« <c77Q> "Feature" and associated numeric identifiers and responses. 

any value not ipecifically a nucleotide, 

AMC/MH - Biotechnology Systems Branch - 08/21/2001 


■ • % 


